ABSTRACT Arcobacter species are often recovered from marine environments and are isolated from both seawater and shellfish. Arcobacter marinus was recovered from the homogenate of a sample containing surface seawater, seaweed, and a starfish. This study describes the whole-genome sequence of the A. marinus type strain JCM 15502 (ϭ CL-S1 T ϭ KCCM 90072 T ).
average GC content of 27.2%. Protein-, rRNA-, and tRNA-encoding genes were identified (11) and annotated (12) as described. The genome is predicted to encode 2,717 putative protein-coding genes, 25 pseudogenes, 6 rRNA operons, and 63 tRNAencoding genes. Three genomic islands (19.5, 26.6, and 35.3 kb) were identified in the JCM 15502 T chromosome, with the 35.3-kb island putatively encoding a type VI secretion system. A noteworthy feature of the A. marinus genome is the presence of genes associated with DNA phosphorothioation, in which a nonbridging oxygen in the DNA sugarphosphate backbone is replaced with sulfur, forming a phosphorothioate linkage (13) . In Streptomyces spp., this modification involves the dndABCDE genes (14) . Although dndBCDE orthologs are present in strain JCM 15502 T , the cysteine desulfurase dndA was not identified; however, in Escherichia coli, IscS (present in A. marinus) provides the cysteine desulfurase activity for phosphorothioation (15) . The function of phosphorothioation in A. marinus is unknown but is linked to restriction/modification (16) and resistance to reactive oxidative species (17) in other organisms.
Data availability. The complete genome sequence of A. marinus strain JCM 15502 T was deposited in GenBank under the accession number CP032101. The 454, MiSeq, and PacBio sequencing reads were deposited in the NCBI Sequence Read Archive (SRA; accession number SRP155050).
